Strain 96-237 T , a Gram-reaction-negative, curved-to spiral-shaped motile bacterium, isolated from coastal marine water, was found to be related to species of the genus Grimontia by 16S rRNA gene sequence comparison, sharing 98.3 % similarity to Grimontia marina CECT 8713 
The genus Grimontia, part of the family Vibrionaceae in the class Gammaproteobacteria, currently accounts for two species with validly published names, the type species, Grimontia hollisae (Thompson et al., 2003) (formerly Vibrio hollisae) and Grimontia marina (Choi et al., 2012) , and a third species 'Grimontia indica' (Singh et al., 2014) has been proposed. While G. hollisae was originally isolated from patients with diarrhea (Hickman et al., 1982) and has been related to human disease (Carnahan et al., 1994) , G. marina and 'G. indica' were isolated from marine surface water. Phylogenetically, these species are closely related to members of the genus Enterovibrio, all together forming one of the multiple clades defined in the family Vibrionaceae through a nine-gene-multilocus sequence analysis (Sawabe et al., 2013) . Both G. hollisae and 'G. indica' strain genomes have already been determined and compared (Singh et al., 2014) .
During a survey on Vibrio populations associated with bivalves and coastal sea water near Valencia (Spain), several strains of Vibrionaceae were recovered and identified through phenotypic testing (Arias et al., 1999) . Non-identified strains resembling Vibrio splendidus and relatives were further identified through 16S rRNA gene sequencing and multi-locus sequence analysis (P erez-Cataluña et al., 2016) but a small number remain unidentified. One of them, strain 96-237, was indeed related to the genus Grimontia instead of the genus Vibrio, and showed low levels of similarity to any accepted or proposed species of the genus Grimontia. We have characterized and phylogenetically analyzed this strain and found that it corresponds to a novel species of this genus.
Strain 96-237 was isolated from sea water on Puzol beach, Valencia (39 36¢26.31 † N, 0 15¢54.83 † W) in August, 1996. Isolation medium was Thiosulfate Citrate Bile Sucrose (TCBS) Agar (Oxoid) incubated at 25 C for 48 h. After restreaking on Marine Agar (MA, Difco) plates, the pure culture was maintained in Marine Broth (MB, Difco) plus 20 % (w/v) glycerol at À80 C.
Methods for maintenance and for biochemical, physiological and nutritional characterization (including classical determinations and miniaturized tests using API strips, Biom erieux, Spain) were performed following described procedures (Lucena et al., 2012; Maci an et al., 2005) . G. marina CECT 8713 T and G. hollisae CECT 5069 T were tested in parallel for comparative purposes. Results of the phenotypic characterization are listed in the species description. The strain could be differentiated from other species of the genus Grimontia by a set of phenotypic traits displayed in Table 1 . Cellular fatty acid composition was obtained at the CECT following previously described procedures (Sasser, 1990) . The strains were cultured on MA and incubated at 26 C for 24 h. Fatty acid methyl ester profiles are shown in Table 2 along with the ones of G. hollisae CECT 5069 T and G. marina CECT 8713 T , which were analyzed in parallel.
The almost complete 16S rRNA gene sequence of strain 96-237 T was obtained by direct PCR amplification and subsequent sequencing using primers 616V (forward) and 699R (reverse) for a stretch of around 1000 nt close to the 5¢ end (Arahal et al., 2008) and primers P609D (forward) and P1492R (reverse) for a segment of about 750 nt close to the 3¢ end (Lucena et al., 2010) . The obtained sequence (LT160079) was compared with corresponding sequences of strains within the genus Grimontia using alignments retrieved from the latest updates of SILVA and LTP as references (Munoz et al., 2011) . Alignments were corrected manually based on secondary structure information. Sequence similarities were calculated in ARB based on sequence similarities without the use of an evolutionary substitution model. Phylogenetic analysis using alternative treeing methods (maximum-parsimony, maximumlikelihood and distance matrix) and data subsets were performed using the appropriate ARB tools (Ludwig et al., 2004) .
On initial phenotypic characterization, strain 96-237 was identified as a Vibrio splendidus-like isolate, but the 16S rRNA gene sequence revealed that its closest neighbors are G. marina and 'G. indica', with 98.3 and 98.8 % sequence similarity, respectively (EzTaxon, Kim et al., 2012) . Fig. 1 shows the phylogenetic tree obtained with the maximumlikelihood method, with 96-237 T being part of the clade formed by the other members of the genus Grimontia.
We determined the whole-genome sequence of strains 96-237 T and CECT 8713 T (G. marina), following previously published methods (Arahal et al., 2015) in order to obtain two genomic relatedness indices: estimated DNA-DNA hybridization (DDH) according to the genome-to-genome distance calculator (GGDC) (Meier-Kolthoff et al., 2013) and OrthoANI (Lee et al., 2016) . The estimated DDH values between T and the three other strains of members of the genus Grimontia were 37.5 % with 'G. indica' (ANFM02) 34.6 % with G. marina (FIZY01) and 22.6 % with G. hollisae (ADAQ01). OrthoANI values to these same genomes were 89.1 %, 87.8 % and 79.6 %, respectively (Fig.  S1 , available in the online Supplementary Material). Thus, both indexes gave values well under the borderlines for same-species delimitation, confirming the novelty of the strain at the species level. 
*reported as positive in the species description. The DNA molar G+C contents of 96-237 T and CECT 8713 T , determined from their genome sequences, were 48.4 mol% and 48.2 mol%, respectively. The latter deviates 4 % from the value given in the description of G. marina (52.6 mol%, Choi et al., 2012) . These values are close to the G+C contents derived from the genomes of the other two members of the genus Grimontia, 48.7 and 49.5 mol% for 'G. indica' and G. hollisae, respectively (Singh et al., 2014) .
We used the rapid annotation using subsystems technology (RAST) Server (Aziz et al., 2008) to check the agreement between phenotypic features predictable from genomes and the results of the phenotypic characterization performed, following previous work by Amaral et al. (2014) . Features predicted by genome analysis and confirmed by phenotyping include the negative responses to Voges-Proskauer test (production of butanediol from pyruvate), arginine dihydrolase ( On the other hand, a positive urease activity is predicted but not confirmed by phenotype analysis. In addition to other extracellular hydrolytic activities, an extracellular DNAse is also predicted by genomic data.
Phenotypic, genomic and phylogenetic information support the recognition of strain 96-237 T as representing a novelspecies belonging to the genus Grimontia, for which we propose the name Grimontia celer.
Grimontia celer (ce¢ler, L. adj. celer, quick, agile, rapid; a quickly moving Grimontia) Cells are curved rods or short spirals, are 1.8-2.8 µm in length and 0.5-0.7 µm in width, highly motile. No apparent inclusions are seen within the cells. Colonies on Marine Agar are round, convex and have regular borders after 48 h incubation at 26 C. They grow on Thiosulfate Citrate Bile Sucrose (TCBS) Agar forming green (sucrose-negative) colonies after 48 h. Growth is observed from 15 to 40 C but not at 4 C. No growth is obtained at 0 % salinity. Maximum salinity at which growth is detectable is 9 %. Positive for oxidase and catalase activities. Nitrate is weakly reduced to nitrite. Facultatively anaerobic, glucose is fermented with production of acid but no gas. Negative for Voges-Proskauer, arginine dihydrolase, lysine and ornithine decarboxylases, urease and H 2 S production. Indole is produced from tryptophan and gelatin is liquefied. ONPG-positive. Casein and Tween-80 are hydrolyzed, but starch, chitin and alginate are not. In addition to D-glucose, the following carbohydrates are fermented (API 50CHE T ) was isolated from coastal seawater at Puzol Beach, Valencia, Spain.
